JSTOR is a not-for-profit service that helps scholars, researchers, and students discover, use, and build upon a wide range of content in a trusted digital archive. We use information technology and tools to increase productivity and facilitate new forms of scholarship. For more information about JSTOR, please contact support@jstor.org.
ON THE APPLICATION OF NOMENCLATURE TO THE TAXONOMY
be looked at as strictly F1 hybrids because in fact the clones have undergone evolutionary processes (as can be interpreted from Smith 1968).
Consequently F1 hybrids cannot be looked at as biological units. They should be regarded as the first step in the interrelationship between already existing biological units, such as genus, species, and subspecies. Fi hybrids as such, are not taxonomic units, nor do they constitute a category (in the sense of the I.C.B.N. 1966). Therefore, in my opinion it is incorrect to give names to such F1 hybrids or to preserve those names at present in the literature. Utilization of the formula of the parentage would accord better with the facts. In the Fx's the above argument applies except that even a formula cannot be used because it would not have any meaning, and it could be easily confused with the formula which designates strictly F1 hybrids.
Let us assume that we have a group of species in which we claim to know the phyletic relationships between the different species. This knowledge might have been attained by means of different techniques or approaches, such as genome analysis, phytochemistry, numerical taxonomy, etc., or even from known records such as breeding history of different cultivated varieties by man. In this case we are faced with more or less well defined and preceivable biological or taxonomical units, and we are able to trace which of these species were the putative ancestors and can point to the more recent species. We might even be able to hypothesize on the evolutionary pathway, such as breakdown of two species in some cases or origin of a new species through hybridization of barriers in others. Nevertheless, we do not possess the information on the conditions that prevailed and interplayed with the different genotypes of the Fx's at the different earlier stages, and which have certainly had an important role in determining the processes and modes of evolution at any given time. In addition to these gaps in knowledge, it is established that the putative parents or ancestors have also undergone changes and evolved in their own particular way, and are probably today not quite identical. Further, and for these reasons also, the same process that gave birth to the new species is unlikely to be repeated.
Consequently, taxonomic units of which we claim to know the putative ancestors must first of all be given nomenclatural epithets. Any attempt to attribute a hybrid formula instead, or even in synonymy should be avoided in the future and abolished for those given in the past.
As to the third kind of hybrids, the Amphidiploids and the Allopolyploids, the same approach has to be taken. Each case of amphidiploidy or allopolyploidy that constitutes a biological unit should be treated as species and be given a nomenclatural epithet. For the same reasons as above, such as the unlikelihood of repetition of the same evolutionary processess that will exactly result in production of the same amphidiploid species, the amphidiploids and allopolyploids should be treated as species when they constitute biological units. Nomenclaturally they should bear a specific epithet, while hybrid formulas should be abandoned because they have no meaning and because they have no taxonomic implications at their present stage of being. Moreover, if they are treated as hybrids they might be mistaken for a regular F1 hybrid.
